Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.006 Å; R factor = 0.049; wR factor = 0.122; data-to-parameter ratio = 6.3.
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). 
Comment
The title compound (I, Fig. 1 ) is being reported as a part of our on going project related to synthesize various Schiff bases of pipronal and anthranilic acid with different anilines and aldehydes, respectively. The title compound will be utilized for preparing the metal complexes.
The crystal structure of (II) i.e., (E)-4-methoxy-N-(3,4-methylenedioxybenzylidene)aniline (Yang et al., 2007) has been published which are related to the title compound.
In the title compound, the anthranilic acid moiety A (C1-C7/N1/O1/O2) and pipronal group B (C8-C15/O3/O4) are almost planar with r. m. s. deviations of 0.0105 and 0.0112 Å, respectively. The dihedral angle between A/B is 23.78 (9)°.
The intramolecular H-bonding of O-H···N type (Table 1, Fig. 1 ) complete an S(6) ring motif (Bernstein et al., 1995) . The title compound consist of three dimensional zigzag polymeric network ( Fig. 2) due to H-bondings of C-H···O type (Table   2 ). There does not exist any C-H···π interaction.
Experimental
Equimolar quantities of anthranilic acid and pipronal were refluxed in methanol for 30 min resulting in orange yellow solution. The solution was kept at room temperature which affoarded orange yellow needles of (I) after a week.
Refinement
In the absence of significant anomalous scattering, all Friedal pairs were merged.
The coordinates of hydroxy H-atom were refined. The carbon H-atoms were positioned geometrically (C-H = 0.93-0.97 Å) and were included in the refinement in the riding model approximation, with U iso (H) = xU eq (C, O), where x = 1.2 for all H-atoms. Figures   Fig. 1 . View of (I) with displacement ellipsoids drawn at the 50% probability level. The dotted line represent the intramolecular H-bonding. 
Special details

